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pri 2i-ja:;-2?:: 



REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



Hominidae; Homo. 

1 (sites) 

Kumagai,H., Kawamura,Y., Yanagisawa, K . and Komano , H . 
Identification of a human cDNA encoding a novel protein 
structurally related to the yeast membrane-associated 
metalloprotease, Ste24p 

Biochim. Biophys . Acta 1426 (3), 468-474 (1999) 
10076063 

2 (bases 1 to 2963) 
Komano, H. and Kumagai,H. 
Direct Submission 

Submitted ( 0 7-JUL-l 998 ) Hiroto Komano, National Institute for 
Longevity Sciences, Department of Dementia Research; 36-3 Gengo, 
Morioka-cho, Obu, Aichi 474-8522, Japan (E-mail : hkomanoSnils . go . jp 
Tel: 81-562-46-2311, Fax:81-562-44-6594) 
Location/Qualifiers 
i 1. .2963 



":;o: 



l_type="mRNA" 
/db_xref="taxon : 9606" 
/tissue_type= "brain" 

/tissue_lib="fetal brain cDNA library" 
1. .2963 

/gene="Hs STE24" 

179. .1606 

/gene="Hs STE24" 

/codon_start=l 

/product="Ste24p" 

/protein_id="BAA33727. 1" 

/db_xref="GI : 3721864" 

/ translation="MGMWASLDALWEMPAKKRIFGAVLLFSWTVYLWETFLAQRQRRI 
YKTTTHVPPELGQIMDSETFEKSRLYQLDKSTFSFWSGLYSETEGTLILLFGGIPYLW 
RLSGRFCGYAGFGPEYEITQSLVFLLLATLFSALTGLPWSLYNTFVIEEKHGFNQQTL 
GFFMKDAIKKFWTQCILLPVSSLLLYIIKIGGDYFFIYAWLFTLWSLVLVTIYADY 
IAPLFDKFTPLPEGKLKEEIEVMAKSIDFPLTKVYWEGSKRSSHSNAYFYGFFKNKR 
IVLFDTLLEEYSVLNKDIQEDSGMEPRNEEEGNSEEIKAKVKNKKQGCKNEEVLAVLG 
HELGHWKLGHTVKNIIISQMNSFLCFFLFAVLIGRKELFAAFGFYDSQPTLIGLLIIF 
QFIFSPYNEVLSFCLTVLSRRFEFQADAFAKKLGKAKDLYSALIKLNKDNLGFPVSDW 
LFSMWHYSHPPLLERLQALKTMKQH" 



DB 5; Length 2 96: 



1 CAT TAT TAGCCAGAT GAAP I C III CC I GI GUI 1 1 T I T TAT T 

122 5 :tgtgt 



TATTTGCTGTATTAATTGGTCG : 



61 aaaggagcttt: :aa: : [nttattggactatt : 

12 8 5 aaaggagcttt i igci tatt : 

121 gntcatcttccagtttattttttcaccttacaatgnggttctttctttttgcctaacagt : 

13 45 GATCATCTTCCAGTTTATTTTTTCACCTTACAATGAGGTTCTTTCTTTTTGCCTAACAGT ] 

181 CCTAAGCCGCAGATTTGAGTTTCAAGCTGATGCA— TTGCCAAGAAACTTGGGAAGGCTAA 23 9 

1405 CC I AAGCCGCAGATTTGAGTTTCAAGCTGATGCAT TTGCCAAGAAACTTGGGAAGGCTAA 146 4 



Qy 240 AGAC T T AT AT T C T GC T T T AAT CAAAC T T AACAAAGAT AAC T T ( MTCCCTGTTTCTGA 299 

Db 1465 AGACTTATATTCTGCTTTAATCAAACTTAACAAAGATAACTTGGGATTCCCTGTTTCTGA 1524 
Qy 300 CTGGTTGTTCTCAATGTGGCATTATTCTCATCCTCCACTGCTAGAGAGACTTCAAGCTTT 359 

Db 1525 CTGGTTGTTCTCAATGTGGCATTATTCTCATCCTCCACTGCTAGAGAGACTTCAAGCTTT 1584 
Qy 360 GAA 362 

Db 1585 GAA 1587 



